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Abstract

To obtain an insight into the salivary transcriptome and proteome (sialome) of the adult female mosquito Culex quinquefascia-
tus, a cDNA library was randomly sequenced, and aminoterminal information for selected proteins and peptides was obtained.
cDNA sequence clusters coding for secreted proteins were further analyzed. The transcriptome revealed messages coding for sev-
eral proteins of known families previously reported in the salivary glands of other blood-feeding insects as well as immune-related
products such as C-type lectin, gambicin, and members of the prophenol oxidase cascade. Additionally, several transcripts coding
for low-complexity proteins were found, some clearly coding for mucins. Many novel transcripts were found, including a novel
endonuclease previously described in crabs and shrimps but not in insects; a hyaluronidase, not described before in mosquito sali-
vary glands but found in venom glands and in salivary glands of sand flies and black flies; several cysteine-rich peptides with
possible anticlotting function, including one similar to a previously described nematode family of anti-proteases; and a completely
novel family of cysteine- and tryptophane-rich proteins (CWRC family) for which 12 full-length sequences are described. Also
described are 14 additional novel proteins and peptides whose function and/or family affiliation are unknown. In total, 54 tran-
scripts coding for full-length proteins are described. That several of these are translated into proteins was confirmed by finding
the corresponding aminoterminal sequences in the SDS-PAGE/Edman degradation experiments. Electronic versions of all tables
and sequences can be found at http://www.ncbi.nlm.nih.gov/projects/Mosquito/C_quinquefasciatus_sialome.
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1. Introduction of West Nile virus (Dohm et al., 2002; Turell et al.,
2001).

Adult female mosquitoes inject several salivary anti-
hemostatic substances into the host skin before taking

a blood meal (Ribeiro and Francischetti, 2003).

Culex pipiens quinquefasciatus is a cosmopolitan
mosquito species found in both tropical hemispheres. It
breeds in great numbers in organically polluted water,

being a major nuisance and producing allergic reac-
tions. C. quinquefasciatus is also an efficient vector of
Bancroftian filariasis and arboviral diseases (Horsfall,
1955). It is closely related to the subtropical species
C. pipiens pipiens, which is a relatively efficient vector
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Although C. quinquefasciatus has comparatively fewer
antihemostatic activities than other anthropophilic
mosquitoes (Ribeiro, 2000), it does contain (i) salivary
apyrase activity (Ribeiro, 2000) that counteracts the
platelet-aggregating effect of ADP released by damaged
cells and activated platelets, (ii) as yet uncharacterized
anticlotting factor(s) (Ribeiro, 2000), and (iii) abundant
platelet-activating factor (PAF) hydrolyzing activity
(Ribeiro and Francischetti, 2001). C. quinquefasciatus
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also has salivary proteins of the D7 family, an ubiqui-
tous family of proteins found in blood-sucking mos-
quitoes and sand flies (Valenzuela et al., 2002a). D7
family proteins found in blood-sucking Nematocera
belong to the superfamily of odorant-binding proteins
(OBP) (Hekmat-Scafe et al., 2000). Except for hama-
darin, one of several salivary D7 proteins found in the
Anopheles stephensi mosquito, which has anticlotting
and antikinin activity by inhibiting Factor XII (Isawa
et al., 2002), the function of D7 proteins remain
obscure. Mosquito saliva also functions in sugar feed-
ing, where maltases and amylases have been described
in other species (James et al., 1989). Perhaps associated
with protection of the sugar meal from contaminating
microorganisms, mosquito saliva may also have an
immune function where lysozyme (Moreira-Ferro et al.,
1998; Rossignol and Lueders, 1986) and other immune
proteins have been found (Dimopoulos et al., 1998;
Francischetti et al., 2002b; Valenzuela et al., 2002b).
The salivary cocktail of C. quinquefasciatus remains
largely unknown.

To gain insight into the complexity of the salivary
transcriptome of C. quinquefasciatus and to identify
molecules with possible function in the process of sugar
and blood feeding, we have randomly sequenced a sali-
vary gland ¢cDNA library from adult female mos-
quitoes. After clustering the resulting database, we
identified transcripts possibly associated with blood
and sugar feeding and herein report 54 novel full-
length sequences of putative salivary proteins and pep-
tides. The possible roles of some of these proteins are
discussed, although most have unknown function.

2. Materials and methods
2.1. Mosquitoes

Adult female C. quinquefasciatus, Vero Beach strain,
were dissected at day 0 and day 1 post emergence to
remove the salivary glands, which were then used to
make a PCR-based cDNA library using the Micro-
FastTrack mRNA isolation kit (Invitrogen, Carlsbad,
CA) and the SMART® cDNA library construction kit
(BD Biosciences-Clontech, Palo Alto, CA) exactly as
described previously (Francischetti et al., 2002b).
Eighty pairs of salivary glands were used for the
library.

2.2. SDS-PAGE

Sodium dodecylsulfate-polyacrylamide gel electro-
phoresis (SDS-PAGE) of 20 pairs of homogenized sali-
vary glands of C. quinquefasciatus adult females was
done using 1-mm thickness NU-PAGE 4-12% gels run
with MES buffer, or 12% gels (which better discrimi-

nate at a lower molecular weight range) run with
MOPS buffer (Invitrogen), according to the manu-
facturer’s instructions. To estimate the molecular
weight of the samples, SeeBlue® markers from Invitro-
gen (myosin, BSA, glutamic dehydrogenase, alcohol
dehydrogenase, carbonic anhydrase, myoglobin, lyso-
zyme, aprotinin, and insulin, chain B) were used. Sali-
vary gland homogenates were treated with NU-PAGE
LDS sample buffer (Invitrogen) with (4-12% gel) or
without (12% gel) reducing reagent. The combination
of these two gel types, buffer mixtures, and reducing
conditions increased the probability of individualizing
protein bands. Twenty pairs of homogenized salivary
glands per lane (approximately 20 pg protein) were
applied when visualization of the protein bands stained
with Coomassie blue was required. For aminoterminal
sequencing of the salivary proteins, 20 homogenized
pairs of glands were electrophoresed and transferred to
a polyvinylidene difluoride (PVDF) membrane using
10 mM CAPS, pH 11.0, 10% methanol as the transfer
buffer on a blot-module for the XCell II Mini-Cell
(Invitrogen). The membrane was stained with Coo-
massic blue in the absence of acetic acid (acetic acid
can acetilate amino groups and render the protein
blocked for the Edman degradation reaction). Stained
bands were cut from the PVDF membrane and sub-
jected to Edman degradation using a Procise sequencer
(Perkin—Elmer Corp., Foster City, CA). To find the
cDNA sequences corresponding to the amino acid
sequence—obtained by Edman degradation of the pro-
teins transferred to PVDF membranes from PAGE
gels—we wrote a search program (in Visual Basic) that
checked these amino acid sequences against the three
possible protein translations of each ¢cDNA sequence
obtained in the mass sequencing project. This program
takes in account multiple amino acids eventually found
in a single Edman degradation cycle and thus can
identify more than one protein per Edman experiment.
For details, see Valenzuela et al. (2002b).

2.3. Bioinformatic analysis

Treatment of the cDNA sequence data was as in
(Francischetti et al., 2002b) and in (Valenzuela et al.,
2002b), except that clustering of the cDNA sequences
was accomplished using the CAP program (Huang,
1992). Accession numbers for the National Center for
Biology Information (NCBI) databases are given, as
recommended by NCBI, as gi|XXXX, where XXXX is
the accession number. BLAST searches were done
locally from executables obtained at the NCBI FTP
site (ftp://ftp.ncbi.nih.gov/blast/executables/) (Altschul
et al., 1997). Prediction of signal peptides indicating
secretion was made through the SignalP server (Nielsen
et al., 1997). Prediction of O-glycosylation sites was
made through the NetoGly server (Hansen et al.,
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1998). Sequence alignments and phylogenetic tree
analysis used the ClustalW package (Thompson et al.,
1997). Phylogenetic trees were constructed by the
neighbor-joining method (Saitou and Nei, 1987). Boot-
strapping of phylogenetic trees, corrected for multiple
substitutions and excluding positions with gaps, was
done with the Clustal package for 1000 trials. Phylo-
genetic trees were formatted with TreeView (Page,
1996) using the ClustalW output. Hidden Markov
Models (HMM) of protein alignments and the search
of these models against protein databases was done
with the HMMER? software package found at http://
hmmer.wustl.edu/ (Bateman et al., 2000). The elec-
tronic version of the complete tables (Microsoft Excel
format) with hyperlinks to web-based databases and
to BLAST results are available at http://www.ncbi.
nlm.nih.gov/projects/Mosquito/C_quinquefasciatus_
sialome.

3. Results
3.1. SDS-PAGE electrophoreses

Using different acrylamide concentrations, two gels
were used to separate homogenates of adult female C.
quinquefasciatus salivary glands (Fig. 1). These were
transferred to a PVDF membrane, stained, and the
bands cut according to the numbering in Fig. 1 to
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Fig. 1. Sodium dodecylsulfate-polyacrylamide gel electrophoresis
(SDS-PAGE) separation of C. quinquefasciatus salivary gland pro-
teins. Twenty pairs of homogenized salivary glands were previously
incubated with SDS sample buffer (A) or in buffer with reducing
reagent (B) before applying to a 12% gel; electrophoresis was run
with Bis—Tris-MOPS (A) or to a 4-12% gel run in Bis-Tris-MES
buffer (B). The gel was transferred to a PVDF membrane, the bands
cut and submitted to Edman degradation. The CQ# and CNP# indi-
cates the gel bands yielding results matching transcriptome data, as
indicated in Tables 1 and 2. The numbers on the sides of the gel rep-
resent the retention position of molecular weight markers.

obtain Edman degradation information. The results of
the observed amino acid sequences will be described
below in the context of the transcriptome analysis.

3.2. Transcriptome analysis

Following DNA sequencing of 503 clones of a
cDNA library constructed from the salivary glands of
adult female C. quinquefasciatus mosquitoes, these were
grouped into 281 clusters and arbitrarily divided into
three groups following analysis of the data: cDNA
clusters probably related to secretory products (S);
those probably related to housekeeping products (H);
and those of unknown (U) function (Supplemental
material). The S group contained 103 clusters and a
total of 284 sequences, while the H group had 103 clus-
ters and 132 sequences, and the U group had 75 clus-
ters and 87 sequences. Accordingly, the majority of the
individual cDNA clones were attributed to putative
secretory products.

3.2.1. Housekeeping gene products expressed
in the salivary glands of C. quinquefasciatus

Among the clusters of the H group are several repre-
senting energy metabolism enzymes such as cyto-
chrome ¢ oxidase subunits and ATP synthase, proteins
involved in protein synthesis and protein modification,
such as ribosomal proteins, initiation factors, and gly-
cosyl transferases that might be involved in salivary
protein glycosylation. Several transcription factors
were also identified. Proteins associated with secretory
processes, such as Golgi 4-transmembrane spanning
protein, the p24 protein involved in membrane traffick-
ing, calnexin, and the endoplasmic reticulum chaperone
SIL1 were found. A ¢cDNA coding for the vacuolar
ATP synthase 16 kDa proteolipid subunit was also
found. In addition, cDNA clusters coding for proteins
with probable function in signal transduction were
found, such as those coding for the enzyme sphingo-
myelin phosphodiesterase precursor, protein kinase and
protein kinase inhibitors. A cluster coding for the cir-
cadian rhythm protein period was also identified.
Included in the housekeeping group is a cluster of
cDNA sequences coding for the previously described
adenosine deaminase (ADA) from C. quinquefasciatus,
for which no evidence of secretion in saliva was found
despite a clear signal peptide indicative of secretion,
whereas the salivary ADA of Aedes aegypti and Lutzo-
myia longipalpis gave prior evidence of being secreted
enzymes (Charlab et al., 2000; Ribeiro et al., 2001).
The Edman degradation sequence AKLISRLD was
found in band CNP-4 of gel 2 (Fig. 1), a gel location
consistent with the predicted molecular weight of the
enzyme. Further, the observed aminoterminal sequence
matches Culex ADA at position 18, where the signal
peptide should have been cleaved. Other cDNA clusters
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coding for proteins conserved in both Drosophila and
Anopheles were included in the probable housekeeping
category; although their function is unknown; their
conserved sequence in Diptera suggests a conserved
housekeeping function. The complete hyperlinked table
for the H group, including additional products not
mentioned in this paragraph, can be found electro-
nically as indicated in the Materials and methods sec-
tion.

3.2.2. Gene products probably associated with secretory
proteins expressed in the salivary glands of Culex
quinquefasciatus. D7 and other odorant-binding protein
families

A novel protein named D7 was first reported in Ae.
aegypti salivary glands (James et al., 1991). Similar
proteins were later shown to occur in salivary glands of
other mosquitoes and in sand flies (Arca et al., 1999;
Valenzuela et al., 2002a). These proteins occur in two
forms, described as long and short (Valenzuela et al.,
2002a), and were classified as distant members of the
odorant-binding superfamily of proteins (Hekmat-
Scafe et al., 2000). Analysis of the sialotranscriptome
of C. quinquefasciatus detected 11 cDNA clusters pro-
ducing protein translations similar to members of the
D7 family, and three additional clusters indicating
translated proteins with weak similarity to one An.
gambiae protein annotated as OBP (Table 1). Five of
the clusters coding for D7-related proteins appear to be
novel, while the remaining are either alleles, splice var-
iants, or identical to other Culex D7 proteins pre-
viously described (Valenzuela et al., 2002a). Edman
degradation of protein bands from SDS-PAGE trans-
ferred to PVDF matched two of these D7 proteins, as
indicated in Table 1. One such match is to the pre-
viously reported long-form D7clul2 salivary protein
(g1]16225986), while the other refers to a novel D7 pro-
tein sequence. Presently we report three full-length D7
protein sequences (Table 2), one of the long family,
and two of the short family, all containing signal pep-
tides indicative of secretion.

Clustal analysis of the long D7 protein CQ_LD7_3
(Table 2) with other anopheline and culicine long D7
proteins indicate a unique insert of 20 amino acid (aa)
residues after the 7th conserved cysteines (Fig. 2A).
This insert is flanked by Gly and Pro residues, which
are often associated with beginning and end of protein
loops. CQ_LD7_3 is 73% and 32% identical to the pre-
viously reported C. quinquefasciatus proteins D7clul2
and D7clul, respectively (Valenzuela et al., 2002a). The
bootstrapped phylogram indicates the presence of at
least three robust clades (Fig. 2B). Notice that clade 11
contains both Aedes and Anopheles sequences, which
are further separated into sub-clades, of which the ano-
pheline group is unique for containing 8 instead of the

usual 10 conserve cysteines of the long D7 family
(Valenzuela et al., 2002a).

The two novel short D7 proteins are similar to the
previously reported C. quinquefasciatus D7_clu32, and
to the short D7 3 protein of Ae. aegypti. These four
proteins are unique in having a shorter aa stretch
between the 5th and 6th conserved Cys residue
(Fig. 3A). The bootstrapped phylogram (Fig. 3B) indi-
cates that Culex and Aedes short D7 proteins consti-
tute a robust clade distinct from the anophelines, which
do not group robustly, as indicated by their relatively
small bootstrap values.

While one of the An. stephensi D7 proteins (named
hamadarin) acts as an anticoagulant (Isawa et al.,
2002), it is not known whether other D7 proteins func-
tion in a similar way. In parallel to the expansion of
the D7 proteins in salivary glands of blood-feeding
Diptera, the Hemiptera Rhodnius prolixus achieved a
large expansion of the lipocalin family. Lipocalins, like
OBPs, are specialized to bind small molecules. In
Rhodnius, the salivary lipocalins perform various func-
tions, from transporting nitric oxide to binding nucleo-
tides and amines, and inhibiting blood clotting, a
function unrelated to the binding of small molecules
(Andersen et al., 2003; Francischetti et al., 2002a;
Ribeiro et al., 1995). It is possible that, in analogy to
the bug’s lipocalins, the various D7 proteins in Diptera
have evolved to acquire different functions.

Three clusters of the databases matched an An. gam-
biae protein annotated as odorant-binding G.21F.a
(Table 1). Two full length sequences were obtained,
coding for proteins containing a distinct signal peptide
and predicted mature molecular weights of 13.4 and
14.6 kDa (Table 2). The alignment with An. gambiae
G.21F.a indicates that the two Culex proteins are simi-
lar (26% and 30% identical) to the carboxyterminal
region of the anopheline molecule, where six conserved
cysteines are found, together with other conserved resi-
dues (Fig. 4). The function of these OBP-like proteins
in Culex salivary glands is unknown.

3.2.3. Proteins of the antigen-5 family

Three cDNA clusters from the salivary gland library
of C. quinquefasciatus code for proteins having simi-
larity to proteins annotated as members of the antigen-
5 family (Table 1), which are proteins found in the
venom of vespids (King and Spangfort, 2000) and in
the salivary glands of many blood sucking insects
(Francischetti et al., 2002b; Li et al., 2001; Valenzuela
et al., 2002b). These proteins belong to the larger fam-
ily of cysteine-rich extracellular proteins (CRISP) ubi-
quitously found in animals and plants (Schreiber et al.,
1997), with largely unknown function, except for one
Conus protein that was recently shown to have proteo-
lytic activity (Milne et al., 2003). The three cDNA clus-
ters contain 15 ESTs, indicating that these messages



547

J.M.C. Ribeiro et al. | Insect Biochemistry and Molecular Biology 34 (2004) 543-563

(28pd 3xau 1o panu1juod )

osA1y)D)]
asepnoad[onu- G /oseIkdy 6000 soydo[eloN 020—4d¢ Josanoaxd undosA1y) 1 17 3nuo)
sowdzua 12y1(0)
sseunmpoopug  Z10—HS 6101pAY~0041D €10—d6 ageydorialoeqookuw] gd3 I L6 8nuo)
uoozojeydeoud]
sseunIy)  G10—de 610IpAY~00A[D 810—d¢ sseunIpopuy I Sy18nuo)
osejAwry y10—dL osejAwe-eydyy 7S0—d¢  Josinoaid [ esejAwre-eyd|y 1 197 8nuo)
ase[Aury 110—41 Awey 6£0—dy  Josinoaid | asejAwre-eydy I 11 8nuo)
aseeIN 010—4d8 Awrey I110—d¢ JIosinoaid asejewr 9[qeqoid I £97 Snuo)
IseIRN $20—Hd2 Awey 0S0—dp Josinoard asejfewr 9[qeqoId 1 9 3nuo0)
aseprsoon|3 eydyy y10—4d1 Awey 0€0—dy Josinoaid asejfewr 9[qeqold 1 0F 8nuo)
aseprsoon|3 eydyy S10—dd Awey 990—df Iosinoard asejfewr 9[qeqold 1 €¢ 8nuo)
osepisoon|s eydyy 6£0—d1 Awey 090—dy Josinoaid asejjewr 9[qeqold € L0Z 8nuo)
IseIBN S10—dd asejAwre-eydyy LE1—H1 Josinoard asejfewr 9[qeqold 71 707 3nuo)
U013S81P ADSNS Ul PaAjoAU] SOULAZUT]
¢ usdnuy L10—d¢ ON 8L0—dI uz)o1d pajeroas aanend O4ddSOAAV 8dND 6 97C 3nuo)
§ uasnuy 610—d1 u2301d pajo1ods vAneIng PIOA9ASOAQAY 8dND I 601 8nU0D
G usdnuy 110—48 dOs w0—dI uz)01d pajeroas aanend 9 9¢"8nu0)
Apuunf ¢-uadyuy
wd aviquips ‘up oy Iefruig §00—d6  ®AI7D Surpuig-juLIopQ I 761 8nu0)
wd oviquips up 0y re[rug 110°0 e J[¢"D SUIpUIq-1ueIOpO I 971 3nuo)
wd aniquips ‘up 0y refruig #00—d¢  ® 41D SUIpuIq-)uBIOpO I LOT 8nuo)
mpLd
w0y 3uof 0 Tefrus A1oA 2000 dgud €90—4S [npPLQ wioj Suo I 181 8nuo)
mpLd
wiioj U0 0 Te[ruis KI9A <0070 d4qud £€90—d¢S ML wioj uo] € €61 8nu0)
urdjo1d Arearfes
cenpPL WIog 1oyg 900—H49 ddud LLO—HT I zenpL@ w0y 110ys [4 7T 3nuo)
L Hoys moN 600°0 ddud 1o—dt cenpLd wIoj 3oyg I 871 8nuo)
LA HoYs MmN 900—4¢ ddud SYo—dg¢ cenpL WIog 1oyS I 8,78nuo)
LA Hoys MmN S00—dI ddud 610—d¢S cenpLd wiog 3oyg ! 8¢ 8nuo)
LA Suof moN 1100 dqud y10—d¢ urioj Suoy ueoxd L I 7 8nuop
INDIVATAVATAdANISMEA
9dND AVATAdANISMAQ 110D
LQ Suo[ MoN £€e0—d¢ 7InNPLQ wioy U0 AWNOAVAIAVATAdAINISMAA 010D 194 [ 8nuo)
pareoun)
—CInPLQ wioj 3uo 001—41 TInpLQ wioy Suo [4 9% 3nuo)
ALATLHAdSAdAM 6dND
ZInpLQ wioy Suo $00—d¢ d4qud 080—dI ZInpLQ wioy Suo NAINOILATII TLIAdSAd M 60D € 10 3nuo)
Mo wioj Suo 00—Hd¢C ddqud 00 ML wioj Suo] I vl 3nuo)
Auunf upj0.4d Suipuiq jun.1opQ
Jdseqeiep poseqelep q3nuoo 1od
SJUAUIWIO) anfeA 7 D 01 Yyoyeu isog onfea 7y urdjoxd YN O3 yojew 1sog Jonpoid uewpg  seouanbog +31U0o pa[qUIASSY

syonpold £1030109s Y)m pajeroosse A[qeqold 1sowr spue[S AIeAl[es smp1ospfonbuinb ) dlewa) ynpe wolj Areiq YNJO & wolj saoudnbas jo s1sny)

[RCLAR



J.M.C. Ribeiro et al. | Insect Biochemistry and Molecular Biology 34 (2004) 543-563

548

sng]

Kyrxadwos mo| $00°0 urdjoid your-ourjold oiseg 6 g€ 8nuo)
Krxordwos mog 990°0 1" INEO 1000  Sulpuiq-wnIudjas daAneIg S 0L781nu0)
L6LBDD
uu)N|3 YoL-n 900—H¢ dSSIN 600—dT 4215030upjaut vj1ydosoq I 8t U0
wnonty]
Kyixordwoo mof—uruainio 0c0—4dv AWy Uy 1c0—4d6 yungns urueIn(s MNH S Ly 8nuo)
unw—urdjord
PpajalIdes By €8 O3 Te[iulg ¥80°0 dvD 900—dL d paardss Y €'8 2AnEINg L ¥173nuo)
urdjoxd Arearfes 199 av1quivd
a0iquins "y 0} Ie[rulg 110—4d¢€ sajaydouy] 6¥LE1dD3e I LS™8nuo)
su1a10.4d sajaydou pun Sapay pPaziid]ovpydoun o3 vjuuis su1ajoad pup ‘surajosd £11xa)duiod moy 1a1y10 ‘Sunp
(loyeanoe
Odd—=cayp1 oseaord an1quIng
auues 8y 03 e[l L10—dS ods dAry, 020—4¢ sajaydouy’] ¢LTy1dO3® I 79T 3nuo)
[uvjawus
Unod[ UIpUIq ASOUUBIA 800—d¢ o unde 800—4¢ ppydosoiq] Vd-r£169DD ! 8 3nuon
urajoxd
Surpurq 2AnesaU Weln) 750—dP ] urgyo1d pajardes aaneIng I 9617 3nuo)
unIquen) 620—4S ] urayo1d pajaroes aanEINg 1 1S173nu0)
uRIquien) 620—d¥ ] urgyo1d pajasdes aaneINg 1 €117 3nuo)
su1210.1d paivja-Agrunuauy
Tonquyur wisdfxp  Z10—d¢ 1IL 800—d¢  quyut dyi[-uisdLx) aaneind I €1 3nu0D
BETHO9A
Jronquyut asedjord you-y - 900—HI TIL Y00—d¥ uejoxd [eoneyrodAy [4 67C 3nu0D
lonqryur
oyi-uisdAn aaneindg  g10—d¢ 1IL L00—dT  quyur oi-uisdAn aAneng I 11 30uo)
Ly av1quind
Jronqryut aseord you-y - 900—d8 dvm LT0—dS sapaydouy’] 8 1dD5e € 00C 3nuo)
urdies aAneINg 600—d8 48w sopay] widiss aaneIng 1 7117 3nuo)
urdies aAneIng 710—d9  48av sopay]| widias aaneing 1 ¥/ 8nuo)
$.4071q1YUl ISDIJOAJ
asepruoInfeAq 610—HdC 9GOIPAT 041D GZO—H1  oseprururesoon[3ouoIneAq 1 G6 8nuo)
wquins
oseIdsy c10—dL 9SeINS20D 0€0—d¢ sajaydouy’] 18€dO3® ! LL™81nu0)
“13S av1qUIDS
(osedry  00—d1 osedry 110—d¥ sajaydouy] 015LdDSe I 0§ 8nuo)
Josmoaxd anIquIns
v osedijoydsoyd  L00—d¢ osedr §10—4dt sajaydouy] 015LdDTe € 91¢ 8nuo)
awquins
{dseaponuopusg 900—dC sajaydouy] 150TdDe 9 65 8nuo)
awquins
ose[OIPAY OpISOdPNN  [[0—HE o1pAyonu™ ] 610—dL sajaydouy’] 6978dD3¢e I L1 8nuo)
Jdseqeiep poseqeIep q8nuoo 1od
sjuAWUWOo)) anfeA 7 A 031 yorew 1sag onjeag  urjoxd YN 03 yoyew 1sog JJonpoud uewpyg soouanbag +31U0J Pa[qUIASS Y

(panunuod) 1 dqe],



549

J.M.C. Ribeiro et al. | Insect Biochemistry and Molecular Biology 34 (2004) 543-563

(28pd 3xau uo panuruod )

umouyun
umouyu
umouyun
umouyu
umouyun

umouyun
umouyu)
umouyun

urajoxd

avIqQuIDS Uy 0) JR[IWIS
uraroxd ey 96

KIRAI[BS $9pa/ O IR[IUIIS
uraroxd ey 96

AIRAI[ES $2pa}/ 0} JR[IUIIS
uraroxd ey 96

KIRAI[ES $9pa}/ O} JR[IUIS
urdjoid Areares ey §'0¢
aaneind sapap 0 IejuIg
aopndad ey §°L

aaneind sapap 01 IequIg
uade[joooid o3 refrug
[OLI QULIos /durjoId

Juonw—yon

Juonw you [
JuIoNW—UyoLI 10§

uony
uony

Juony
JUIONIA

Quony
Juony
RAUSIN
unn
uonjy

A1xo[dwods mo|

¢c00

00—d¢

€000

€10—d8

<000

¢10°0

7q uneIy

1" INEGD

1490 LL

uonw dA1y
[-urydony

«agud

0L0°0

L00°0

Pr0—d¥y

er0—de

€10—4d¢

ce0—dI

8€0—dS

§00—dc

£v0°0

$00—dL

§20'0

00—4d8
8¢0—d¢

6800

00—d1

¥60°0
S00—49

8L0°0

900—d¢

¥00°0

0c0—d¥

S00—d¢

100°0

VNA? NAATI

avIquIns
sajydouy’] 6vL€1d03®

anIquIns
sojydouy’] 995SdO3e

PaJRI03s B(TY §°9G dAneIng
PO3RI03s B(TY $°9S dAneIng
POJRINAs B(TY $°9S dAneIng
POJRINAS B(TY '€ dAneIng

d pe1o1oas QY §°L daneIng
aniquins sajpydouy’] T1L¢d1q0
¢-pxoH urdjoId oroswoy
awquins

sajaydouy’] 6£69dO3e
awquins

sajaydouy’] 6£69dO3e
aviquins sappydouy’] 1L5.d1q9
urayoxd

[eonaylodAy paaIdsuo))
paodso.naN|

urajoad TeonoylodAq
an1quIng

sapaydouy’] 6£69dO5e

s ‘uro1d [eoneyjodAH

oumbg] zd3 uraoxdook[3
1108IN031d

uroxd 20BJINS [[9)
914004 1R B3oM)
 uedK[309101g
doL0IPA

49O TeonaylodAy
urejoxd

[eonaylodAy paalasuo))
wmnipouisvyJ|

urdo1d 1eonaylodAH

ILVODIJAQ +OD
TIADDIJAQ +OD

VADIWOITIAD 6dND

ALADWTAIONOA TIAND

AVOLAIdLIDTTAIDYOA 10D

w N <t <t —

A —

¢8178nuo)
1L173nu0)
8¢ 8nuo)
76 8nuo)
[878nuo)
¢y snuo)
7T 8nuo)
¢ 8nuo)
WN.Q.:\EB\ um Qtv\tb
97 8nuo)
691 8nuo)
6.1 8nuo)
ST 8nuo)
781 8nuo)
€C 8nuo)
S1178nuo)
¥0T 8nuo)
61 8nuo)

LTI 38nu0)
957 3nuo)

187 3nu0)
8,7 31u0)

6vC 3nuo)
S i)

6€C SnU0D
L1T 3nuo)

7L 8nuo)
[LT 8nuo)
6¥178nuo)

LLT8nu0)



"(Spoylaw pue S[BLISIRIA 93s) Ise[qsd1 Suisn aseqeie( SUIRWO(] PAAIdSUOD) 3} 01 paredwod sem S1IUOD Y} USYM [IIBW JIJOW 189f
“(spoyrour pue sjesjely 09s) (uwondo J.-) yo uondo 1oy oyl Yim XIse[q Suisn [ON JO dseqeiep urdjord juepunper-uou oy 0 paredwos sem SHU0d oY) usym yojew sousnbas uwyold jsof |,
“Jonpoid uonepeIsop uBWpPH ) Ul PUNOJ 10U SBM BE d] JRY) Sjuasardal sproe
-OUIWER PAUIIdPUN-UON] "S1IU0D 3y} Jo s1onpoid uonesue) soYdIBW YoIym ‘[ “S1J Ul UMOYS JUAWLIAAXd 9y} WOIJ PIALIDP UONBULIOJUI 90udnbas (Be) pIov oulwe uonepei3op uewpy s9)eIIPU]
"S11U09 Yoed ur seouanbas jo requunu A sYLIPU]
*(SPOYIaW Pu® S[BLIIBJA 95) I[qUIASSE JVD) Y} WOIJ PIALIIP saouanbas jussardar s3nuo)

umouyun I 6LC 3nu0D
umouyun) 010°0 jor} uondriosuer) aAneIng 1 8G7 8nuo)
umouyun I ST 3nuo)
urdjoxd
Q umowyun  $00—d¥ 61ANA 800—Hc 108Uy TH-DONIY 0} Tejuig € 60C 3nu0D
‘v umowyu 7200 £X0D I 86 8nuon
m ur01d
3 umouyun L£90°0 JINT a¥09 §00°0 193Uy TH-ONIY 03 Tejuig I I 8nuo)
S umouyuN (4 LyT 3nuo)
Q umouyu) I 191 8nuo)
& umouyu I 71 8nu0)
& umouyun 860°0  wmpowsvid] wiaold //s)d I 0r1 3nuo)
3 umouyun I 621 3nuo)
A umouyu) I €21 8nu0)
5 umowyun 1 111781nu0)
3 umowyu) I 801 3nuo)
Mo urejoxd
~ umouyun  y00—dI ¢Tumy TI0—d9 umouwyun~9z 6 1:pr ousd 4 #01 8nu0)
§ umouyun I 69 8nuo)
£ umouyun 1 89 3nu0)
B NSIIADDIJIAd
£ umouyup) +0O put NIILADDIJAQ 01dND 14 911 33uU0D
M EMBOHQ wnpoutsv]J S:.QQQSQSQ_
= 03 AyLrequuls yeam 200 urzoxd eonayrodfy STLADDLJAT ¥OO L (o)
2 opndad [euSis—ioysno
W juepunge umouyun L GZ 8nuo)
— (urayoxd Aqmurey
m QUEBIQUIDW—UMOUNU() 0600  urr01d suBIqUISW dANRING AAMIDNNSIOANA 11dNO I §9173nuo)
o urojoxd
2 umouwyuN L10°0 191 S00—HT UMOUNUN~9T G(I[A:PL duod (4 S aaitiivel
& umouyun 4 0£¢ 81U
) J1oads uonejAuapesjod
= umouyun 080°0 pue a5eAes[) [4 877 8nu0D
= umowyu HMTLADDIIAQ +0D 4 0¢C 8nuo)
umouyun € 817 8nuon
umowyun NOITYADDTIARX #00 01 SIC snuo)
A21sD30Up)oUL
umowyu 800—dy  wiydosoiq] vd-v00£ DD I Y1 8nuo)
umouyun NTLADDIJIAA +O0 T TLADDIJIAA €00 € 01T 3nuo)
umowyu NOITHAODIJAL +00 I 861 8nu0)
Jdseqeiep poseqeIep ams:ou Jod
SIUWWO)) anfeA 7 QD 01 yoreuwr i1sog anea urajoxd YN 03 yorew 1sog JJonpoud uewpyg soouanbag +31U0J Pa[qUIASS Y

550

(panunuod) 1 dqe],



551

J.M.C. Ribeiro et al. | Insect Biochemistry and Molecular Biology 34 (2004) 543-563

(23pd jxau uo panunjuoo )

59118 9K[8-0 (] YOLI 1YL,/ 10§ UNA L80°0 5NddOL ¥ ONINS 0D
syeadar
SALLL So¥s 94[5-0 8/ YOU IYL/10G UDNIA 880°0 INAA €20—d1 0.4py2o1g] doLE0IPA *AYO [BONYIOdAH T ONNS 0D
oL 1,/§ so)1s 9K[5-0 L] WIONN 610—d1 quins sajoydouy’] urioid reonayiodLy [TONINS 0D
$9NS 9A1D-0 § U 900—4¢ d pajaI0as B €'8 2AnEINg L7DNS 0D
s0)1S 9A1S-0 § ULOA[S09101d /UTONIA S00—41 urajold AreArfes ey €] 2aneIng 9 DNINS 0D
su1210.4d A31x2]du10d Moy 12y30 pun U
uno9 8d£)-H €10—dS 104710 c10—di1 doujout vjiydosoiq] Vd-11171D0 D105 0D
upiquen
[suardid
suardid
xam))]
yPO—dL  uoliquen JIFNVOS 0D
su1a10.4d paipja.a Ajrunuiuy
your sk Y0041 TIL LO0—d¥ quyut oi-uisdAn eAneIng T1dS 0D
oL 4D ¥00—d¥ ouan)] d¢ THE9A urroxd feonaylodAy [71dS0D
oL 4D 620—dp 21sv30uvjaut vj1ydosoiq] Vd-L610£DD IENKee]
s1031q1yu1 asvajo.d ajqpqo.ag
asepruoIn[eAH SLO—4I
95~ 0IPAYT 004D SLO—H6 aviquivs sajaydouy’] $941d03e TVAHS 0D
asedry S€0—HC asedry 6¥0—H9 aniquins sajpydouy’] 015LdOTe dI'TS"0D
aseaponuopuy L00—H8 ONN 120—4d¢ aniquins sajaydouy’] 1607dOTe ONNOANAS 00
ASBPISOJ[ONU duLINg €€0—4dT
anquind
sajaydouy|
o1pAyonu ] 680—HdE  6978d0D3® ONNYINd 0D
aseikdy  (L0—HE 9sepnospnug 660—4C aniquins sajaydouy’] G61$dO3e AdVS 0D
soudzug
paje[al ¢ udsnuy 610—48 dOs 1L0—48 ] uero1d pajeroas aaneng TSOHVS 00
paIe[aI G USNUY 120—4¢ dDs §80—H¢ ] wioro1d paraross aaneIng 17$DVS 0D
Auunf ¢ uadnyuy
dg0 3y 01 repwis g0 LS00 ddud $00—49 e [¢"D urroid Suipuiq-jueiopQ 7dd0S 00
{pareounn—Jgo 3y 0 Ie[rus 440 S dgud $00—d8 e 417D uroid Surpuiq-jueiopo 1d90S™0D
uoys Ld $00—4¢ ddud 120—46 | ureroxd Areares genpoLg wiiog 10yS ¥ LAS"0D
uoys LA 900—d9 dgud 190—HdL ] wiaroxd Areares genpo,g wiog 1oys €.ds 00
WOULATIITIHAdS Td M 8dND
Suoy L0 #00—H¢ dgud erI—dl utojoad Areares gnjo,(q wioy Suo IAIANDAIALATLAAS TdIM 60D € LAT 0D
Apnupf wajo.d Suipuiq Jup.opo puv /q
Jeseqerep 4D Jweu
SJUWWO)) AN[BA 7 0] DB 1s9g aneA g qPSeqeIEp YN 01 Yojew 1sdg Jonpoud uewpyg ouanbag

UOI}2103S JO JAIBIIPUI P1)

-dad 1eudrs e aaey sjonpoid uonesuen [y ‘sepndad pue surdoid aaneind 10y Surpod ssoynbsow sniviospfonbuinb ) srewdy ynpe Jo spuels Areares ay) wolj syduosueIl ¢ JO UONBZIIADRIRYD

[4EICLAS



J.M.C. Ribeiro et al. | Insect Biochemistry and Molecular Biology 34 (2004) 543-563

552

‘(Spoyjow pue S[RLIdIRIA 938) Ise[qsdl Suisn aseqelR( SUIBWO(] PIAIISUOD) Y} 0} paredwod sem douanbas ursjo1d oY) usym yojew Jrow 1sag

‘(spoyjowu

pue s[eLajejy 99s) (uondo .4-) go uondo 1oy oyl yum diseq Suisn [ON Jo dseqelep urejord juepunpai-uou ay) 03 pareduroo sem dduenbas urejord oy) uoym yojewr duanbes urerord 1sof

‘Jonpoid uoneperSop uewWIpy dY) Ul PUNOJ JOU SeM BE ) Jey) SJudsaIdal spIoe ourwe paur|

-19pun-uoN -doudnbas pajeorpur ay3 Jo s}onpoid UONB[SURI) SAYDdJRW YIIYM ‘| "SI Ul UMOYS JUSWILIdAXS 9} WOIJ PIALISP UOINBUWLIOJUI 30UaNbas (kL) prov oulwe UoneperIsop uewpy sajedpu]

apndag 800°0 1oy uonduosuen) 2AnLINg CSAN 0D

apndag T SAIN 0D

opndag 1T SAIN 0D

opndog $20°0 o3oe] uondriosuer) ogads-proIylAlg TSAN 0D

opndag 61" SAIN 0D

apndag I"SAIN 0D

[0AON §TSAIN 0D

[oAON - L"SAIN 0D

[0AON 1L0°0 agid AVOLUAALIDTTALDYOA 10D § SAIN 0D

[9AON 0b0—dp avquins sajpydouy’] 0¢ST1dOTe ¥ SAIN 0D

[oAON 0T SAIN 0D

[oAON $00—dL [700 pryporayossy] weo1d resnayiodAH LI"SAIN" 0D

[0AON €€0°0 aviquins sajaydouy] S6£S1dD3e 91" SAIN 0D

Aqurey DYMD 7600 (uewny) suardps owlof] 0) Je[ruIg 6 SAIN 0D

Arurey DAMD 9 SAIN 0D

Aqurey DYMD 81 SAIN 0D

Aiurey DAMD I SAIN 0D

Aqurey YMD €I SAIN 0D

Aruey DAMD CITSAIN 0D

Aqurey YMD IT7SAN 0D

Aruey DAMD 01" SAIN 0D

NDILLADDIJAQ0IIND

Aqure; UMD NOIIIADDIJAA €100 ¥ dAd 0D

Aqurey DYMD TIADDIIAQ +OD € dAQ 0D

Auey DAMD TTLADDIJAA £0O T dAQd OD

Amruey UMD SAILVOOLIAd 0IdND  1"dAd 0D

oL s£) 1€0°0 asup €800 orue(g] 1osmoaid y-urnuern SI"SAIN 0D

h&%i\@\. Fﬁbﬁv\:b

I uruaIN[3 Yyou-Oo €€0—4C AN[S yS1om Je[nodjow YSiH 17d0D 0D

syeadar OO0 [PAON +00—H¢ urajod SurpuIq-wnIud[es dAnBINg 17000 0D
o 7o

—Uus3is[[e puels Arealfes ey (g 0} Je[ruIs 900°0 1[-UdB19[[e e O¢ daneIng VAOINDITIADS 6dND  1730£S” 0D
SIS 9A[3-0-1] UdIo[E

pue[3 Arearjes ey O 59pap 0} Je[rug 910—dI uaBIo[[e pue[d Kreares ey 0¢ T0ES 0D
SIS 2A1D-0 G—urdjo1d

ey §°9¢ 2anend sapap 03 e[ reI—d1 Pa12103s BQY §°9S daneIng NLd995S~ 0D

soUs 0A[D-0 6 udIMW—YOLI 01 ¥00—d8 1do4g] Ddsq uroxd oorjmg STONINS 0D

Jaseqeiep qdD Jwreu

SJUWWO)) AN[BA 7 0} [djew )sog aneA g q9SBqeIEp YN 01 Yyojew 1sog GJonpoid uewpyg douanbag

(panunuod) 7 dqe],



J.M.C. Ribeiro et al. | Insect Biochemistry and Molecular Biology 34 (2004) 543-563 553

1 2 3
(A) AE_DTBclul  WDAKDREQPRFITSHEMERW WLGNKLEPS : N
AE_DT TOPFDFEEMLETFT EDGPNRLFHL 3 SEATOEFGR QFKAYPSLG-
AR_D7 Fi : SGPNRETYLKTWKFWKLEP -NDAVTH QHEAYKSFTE
AG_D7 FKAL ¥ 3 PSGPNRETYLKTWKFNKLEP -NDAVTH QHEAYKSFTE
AS_D7clu2 WKALDAR w.. Y E GSDRETYMTLMNANRLEP-NDAITH QYQRYKTITQ
©€0_D7elul WSPMDPRE - -~ DFGLAEKMMKMSLAE - SDGKTASY ¥ quuzkaﬁ:.ﬁmsmﬁ
©Q_D7clul2 WKEPSFE! 'TL. TYTHgMED) -~DLALAKKRMANKLEA-DOKS) K E LEQYQKYKSYTS
©Q LD7_3 WKPLSPEETLETYTHEMBDIAAG- - -DLELAKKNMTMOVEE - - DPKTARYVREVVVGLOLFDNSSKTEXGDHILEQYEKYKQYTS
4 5
AE_D7Belul ADREKVHDLTSTFDFIPPLESSSESEVFEAFKENHGKHSETTRATLFGKG! STRIKQEGK LNYPEGS
AE_D7 - EKSKVEAYANAVOQLPSTHN - DAV FKAY DFFHKAHKDT SKNL FHGNKEL TXGLYEKLGKDTROK KK SYFEF QENKY Y :w:.s
AR_D7 El LESL 5 NAYLFNHNKYVGVSRKIYHGT
AG_D7 VESSKVNELQCALSSLNAGSG- SAEVF! NAYLWENKYAGVSRKIYH\’_?TVDSVABI!.‘AK PETKKQEESFFAYSAKKALG - i
AS_D7elul SKQKEVTEYQKALAAANAKSG-! DLE‘U\YLM“RWNMSRQL\TGWBGMKITMH PEIKS AWE--G
cQ_pTclul VDQTEGDAIANELGKIDAKD-GHEES I AKGE EKTYLLDSSVRDAIXKEN PKGT Py
©Q_piclulz QDEAGVEKFQUAVQALGT I DSADELEVLOKYGFWHAQFTOVORNVY PGKKELTOKI ¥NSD - STVKKRDETHFRFRERSNFK -~ -
©Q_LD7_3 QDEAGVKEFQKAVQDLK VRS SHELTLLKRY LENHAKFTOVEQNVF FGKKEL TOKI¥SSD-DTIKKQDET] FRF@ERKNFK -~
[
AE_D7Bclul PORKDLEE TRKYQMGSGIVFGRHMERT FKGLRYMTSKNELD- VDETARDF IEVKKK - - PDALKAMN
E_D7 DKROCLEKIROYTVLDDALFKEHTLS \mmmnrmuzm - ~AEEVKRDFRLVNKD- ~TKALEKVL
ARDT NGKEGYKKIRDYELADSAEFRNAM -LK- - -VDEVVRDFNLINKSDLEPEVRSVL
AG_D7 NGKEGYKKIRDYELADSAEFRNAMDY \JFP.L'PRYMDQ';G LK~ VDEVVRDFNLINKSDLEPEVRSVL
As_ma uz woswunmm;mspmgnﬂt T FRGLRYMDDTG-LE- VDETVRDFNLINKSELEPEVRSVL
©Q_D7clul F TRHSHST )= - ~ESATLAGLHAVNENGKDDVVEKSL
€Q_D7clul2 nc,s—m LRKTGITTHN - - - NHLDSL FRGLRYLDRNGNIN- - - PDETKRDLHF INVKDKDAAVDNAL
CQ LD7_3 NGSPE MRTX}L‘F{'HNMM-R}{L.L jLFRGLRYFDRDON INVSHTFFNHFNTTLTQS I TMQPAEVKRDFHMINVADKDVAVDNAL
10
AE_D7Bclul KTEKANLKEKNAGE: LMNDSEVTNDFKEAFDYREVRBKDY FAALTGKLKPY SRSDVRKQVDDIDKT =
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Fig. 2. Comparison of CQ_LD7_3, a novel long D7 protein from
Culex quinquefasciatus, with other long D7 proteins from mosquitoes.
(A) Clustal alignment of CQ_LD7_3 with CQ_D7clul2 (gi|16225986),
CQ_D7clul (gi|16225983), AR_D7 (gi|16225958), AE_D7Bclul
(21]16225992), AS_D7clu2 (gi|16225974), and AE_D7 (gi|159559). CQ
stands for C. quinquefasciatus, AR for Anopheles arabiensis, AS for
An. stephensi and AE for Aedes aegypti. Cysteines are shown in
reverse background and are numbered. Conserved residues are shown
in gray background. The aminoterminal region of the proteins con-
taining the signal peptide is not shown. The symbol (%) under the
alignments indicates amino acid identity between the sequences,
whereas the symbol () indicates conserved amino acid substitution,
and the (.) indicates partially conserved residue. (B) Unrooted phylo-
gram indicating the three clades of sequences. The numbers at the
nodes are the bootstrap values for 1000 trials. The bar under 0.1 indi-
cates 10% amino acid divergence distance.

are abundantly transcribed or stable. In support of the
abundant translation of one or more of these messages
was the finding of the aminoterminal sequence
ADYXSDEFQKI (where X represents lack of signal or
lack of AA match in a complex sequence having one or
more AA per Edman degradation cycle) in the gel
band CNPS8 (Fig. 1), which matches both contigs 109
and 226 (Table 1).

(A)

1 2 3
AS_DT S TIKFFESKMA ASLKKKIBOQURQYKLFETT DMYSHT KAVDFVE KDGTGDYHKLYELLNNTEKHR KHDT
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Fig. 3. Comparison of CQ_SD7_3 and CQ_SD7_4, two novel short
D7 proteins from Culex quinquefasciatus, with other short D7 pro-
teins from mosquitoes. (A) Clustal alignment with AS_D7-5
(gi|29501378), AS_D7-4 (gi|29501376), AA_D7Cclu23 (gi|16225995),
CQ_D7clu32 (gi|16225989), AS_D7clu5 (gil16225980), AS_D7clu4

(gil16225977),AS_D7s  (gi|16225971), AR_D7r3  (gi]16225968),
AR_D7r2  (gil16225965), AR_D7rl (gill6225961), AG_D7r3
(2il4538891), AG_D7r2 (gil4538889), AG_D7rl (gil4538887),

AG_D7r4 (gi|17016228) and AG_D7r5 (gi|18378603). AG refers to
Anopheles gambiae. The aminoterminal region of the proteins, con-
taining the signal peptide is not shown. (B) Phylogram of the result-
ing alignment indicating the robust clade of the culicine short D7
proteins. See legend of Fig. 1A for other details.

Two clones coding for products with similarity to
antigen-5 proteins were fully sequenced, producing the
predicted protein sequences CQ_SAGS5_1 and
CQ_SAGS5_2 (Table 2). The alignments with other
Dipteran salivary antigen-5 family members, and with
the salivary allergen 2 of the cat flea Ctenocephalides
felis are shown in Fig. 5. Note that most Diptera have
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SEm mesbompmimeesf@vanegmen  shows richotomy with clades containing different spe-
ROGRIETRL O O O EA TN D XS Ve O VAR R ERVE IR cies, indicative of ancient origin of these gene duplica-
HE, s tions (Fig. SB). Notice that all mosquito sequences
AGG.21F.a  ~--AQYGEGHCEKEFKTHAVEITRHRELAYGSEERRATHLLY lacking the 9/11 cysteine residues, except for one single

R sequence containing them, cluster within one clade
Fig. 4. Comparison of CQ_SOBPI1 and CQ_OBP2 with the Anoph- (shown as III in Fig. 5B). Another clade (II) contains
eles gambiae protein G.21F.a (gi|27414083). See legend of Fig. 1A for the higher Diptera, the flea and two culicine sequences,

other details. and the remaining sequences of mosquito and Lutzo-

myia sand fly (Fig. 5B), all having the 9/11 Cys resi-

12 conserved cysteine residues (Fig. 5A), while the flea dues, are clustered into clade 1.
has eight. The flea sequence is also uniquely recogniz-
able for containing the sequence His-Tyr-Thr rather 3.2.4. Enzymes with sugar digestion function

Several clusters of transcripts gave similarity to
enzymes associated to sugar meal digestion, including
an abundant cluster with 13 transcripts coding for a
protein very similar to the salivary putative maltase
precursor of A. aegypti (James et al., 1989), and other

than the dipteran consensus His—Phe-Thr before Cys 7.
The two higher Diptera (Glossina and Stomoxys)
sequences are uniquely characterized by not having the
9th and 11th conserved cysteine, but rather having two

other cysteine sets (Fig. 5A). A subgroup of mosquito clusters coding for a protein similar to the previously
proteins from both Aedes and Anopheles lack the 9th described salivary amylase precursor of Ae. aegypti
and 11th conserved cysteine residues. The phylogram (Grossman et al., 1997, Grossman and James, 1993)
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Fig. 5. Comparison of CQ_SAGS5_1 and CQ_SAG5_2, 2 novel members of the antigen- 5 family of proteins, with other salivary proteins of
blood-sucking Diptera and fleas. The NCBI accession number for the proteins is found following the gi| indicator. AE = Aedes aegypti,
AS = Anopheles stephensi, AD = Anopheles darlingi, AG = Anopheles gambiae, SC = Stomoxys calcitrans, GM = Glossina morsitans, CF =
Ctenocephalides felix. (A) Clustal alignment of the sequences. (B) Unrooted phylogram. For other details, see legend of Fig. 2.
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(Table 1). Some of these clusters coding for maltase
and amylase-like proteins appear to be truncated and
may represent the same gene product. Maltase, but not
amylase, gene products have also been described in
salivary transcriptomes of anopheline mosquitoes
(Francischetti et al., 2002b; Valenzuela et al., 2003),
while amylase-coding transcripts and enzyme activity
have been described in adult female Lutzomyia salivary
glands (Charlab et al., 1999; Ribeiro et al., 1999).

In addition to maltase and amylase enzymes, two
clusters, each with one transcript, were found to code
for putative proteins with similarity to viral, microbial,
protozoan, and plant, but only distantly to metazoan,
endochitinases. It is possible that these endochitinases
transcripts derive from a Culex parasite symbiont
genome.

3.2.5. Enzymes possibly associated with blood feeding
Several transcripts in the salivary cDNA library code
for enzymes that may play a role in the blood meal of
C. quinquefasciatus: The singleton sequence of cluster
21 codes for a product with similarity to proteins anno-
tated as apyrase and 5 nucleotidases, including An.
gambiae and Ae. aegypti apyrases and the chrysoptin
precursor, an anti-platelet salivary protein of a
Chrysops spp. tabanid fly (Reddy et al., 2000), which
was reported as a novel anti-platelet protein but has
substantial similarities to 5'-nucleotidases and apyrases.
Mosquito salivary apyrases are members of the ubiqui-
tous 5-nucleotidase family that evolved to display
hydrolytic activity to di- and tri- instead of mono-
nucleotides (Champagne et al., 1995; Smartt et al.,
1995). While most 5-nucleotidases are extracellular
membrane-bound enzymes by virtue of a glycoinositol
anchor that esterifies to a carboxyterminally conserved
serine residue, these salivary apyrases have become
secreted enzymes by losing the motif leading to the
attachment of the lipidic anchor (Champagne et al.,
1995). The full-length sequence of Culex apyrase was
obtained (Table 2), displaying 39-41% identity with
An. gambiae, Ae. aegypti apyrases, and Chrysoptin
(Table 2, electronic version). Culex apyrase lacks the
conserved serine surrounded by aromatic or aliphatic
amino acids in its carboxyterminal region (the site of
esterification of inositol phospholipid membrane

Mouse gi|539794
Rat gi|11024643
HS gi|23897

Bos gi|27806507
Ray gi|103717
DROME gi|17862758
CQ_SAPY
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anchors) when compared to the equivalent region of
membrane bound ecto-5'-nucleotidases of vertebrate
and invertebrate origins (Fig. 6). The lack of an anchor
site indicates that this enzyme, which contains a signal
peptide, is secreted and not held to the cellular mem-
brane as an ecto-enzyme. Although C. quinquefasciatus
has low salivary apyrase activity when compared with
other mosquitoes, the activity is clearly present
(Ribeiro, 2000), and may help to prevent platelet
aggregation by ADP released from injured cells and
platelets during the probing phase of the blood meal. It
is possible that the reported Culex salivary apyrase
activity (Ribeiro, 2000) derives from this gene product.

One transcript from the C. quinquefasciatus tran-
scriptome coded for a protein with similarity to An.
gambiae and Drosophila melanogaster proteins of
unknown function, and also with Aedes putative sali-
vary purine hydrolase, an enzyme converting inosine
into hypoxanthine plus ribose (Table 1). The transcript
for such enzyme was previously found in Aedes
sialotranscriptomes (Ribeiro and Valenzuela, 2003;
Valenzuela et al., 2002b), and later, the enzymatic
activity was found in Ae. aegypti salivary glands, the
richest known source of this enzyme (Ribeiro and
Valenzuela, 2003). It was proposed that this enzyme
confers selective advantage to the mosquito by destroy-
ing purines that may lead to mast cell degranulation
during the feeding process. Interestingly, in the same
work, this enzyme activity was not found in the sali-
vary gland homogenates of Culex or Anopheles. It may
be possible that the Culex gene product, which is only
38% identical to the Aedes enzyme, has different
nucleotide specificity.

Also associated with nucleotide hydrolysis is one
relatively abundant cluster (with six ESTs) coding for
enzymes annotated as endonucleases (Table 1), and
also giving similarity to two tsetse salivary proteins
named Tsall and Tsal2 (Li et al., 2001), of unknown
function. The full-length clone of the Culex protein
(CQ_SENDONUC; Table 2) has the NUC Smart
motif, indicative of DNA/RNA non-specific endonu-
cleases and phosphodiesterases (Table 2), and matches
shrimp and crab endonucleases as well (Shagin et al.,
2002; Wang et al., 2000). These arthropod enzymes
have activity similar to vertebrate pancreatic DNAse I;

SAVIFVLY(Q- -
AVILVLY(Q--
WAVIFVLYQ- -

VIIILYQ--

s W kk .

Fig. 6. Lack of inositol phosphate anchoring domain in Culex quinquefasciatus putative salivary apyrase (CQ_SAPY). Alignment of the carbox-
yterminal region of C. quinquefasciatus salivary putative apyrase with 5'-nucleotidases from rat, mouse, human (HS), bovine (Bos), electric ray,
and Drosophila melanogaster (DROME). The conserved serine where the inositol phosphate esterifies is marked in black background. Hydro-
phobic and aromatic amino acids are marked in gray background. For other details, see legend of Fig. 2A.
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however, they belong to a distinct protein family,
despite sharing similarities near the active site (Shagin
et al., 2002). This protein family, or any other endonu-
cleases, was not previously identified in mosquitoes or
sand fly salivary glands. Alignment of the arthropod
proteins shows the presence of 10 conserved cysteines
residues, of which Culex does not have the 10th, but
has four additional Cys residues (Fig. 7). The shrimp
enzyme, for which more detailed structural studies have
been done (Shagin et al., 2002), has an extra Cys that
appears to be linked to an unknown ~500 Da residue.
The putative active center of the shrimp enzyme has
been deduced from conserved amino acid residues

SHR_gi|5881881
CRAB_gi|26892281
TSALLl_gi|8927464
TSAL2_gi |8927466
CQ_SENDONUC

2

SHR_gi|5881881 EARVVRVSAGAKLTL.

CRAB_gi|26892281 GKRIVSVPSGSSLTL.
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found by aligning the active sites of different DNAses
(Shagin et al., 2002). Most of these conserved residues
(marked in blue in Fig. 7) are present in the Culex
enzyme, as follows: The KGH triad on the shrimp
enzyme (marked A in Fig. 7) is actually represented as
RGH in the mosquito enzyme. This RGH triad was
found in most DNAses used in the Shagin et al. (2002)
alignments, and thus represents a conserved element.
Except for the last conserved Arg residue (under the F
mark in Fig. 7) all other six regions are conserved in
the mosquito sequence. A Lys exists in the mosquito
sequence within one residue of distance of the missing
Arg. The mosquito putative enzyme thus has eight of

1
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Fig. 7. Alignment of Culex quinquefasciatus putative salivary endonuclease with shrimp (SHR) and crab endonucleases, and two salivary pro-
teins of the tsetse Glossina morsitans (Tsall and Tsal2). The 10 conserved cysteines are shown in reversed background and are numbered. Amino
acids composing the active center are shown in blue background and are marked by letters above the alignments. Other identically conserved resi-
dues are shown in gray background. The signal peptide is shown in gray background in the aminoterminal region of the protein sequences.
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the nine conserved active site amino acid residues found
in this arthropod family of DNAses. The tsetse putative
active site residues are less conserved, displaying five
(Tsal2) or six (Tsall) conserved residues out of nine. It
is highly suggestive that CQ_SENDONUC, which has
a clear signal peptide indicative of secretion, codes for a
secreted endonuclease or a phosphodiesterase.

Three cDNA clusters code for proteins with simi-
larity to esterases, phospholipases and lipases (Table 1),
one of which was fully sequenced (Table 2). CQ_SLIP
(Table 2) codes for a salivary lipase containing a signal
peptide indicative of secretion sharing 39% identity to
an An. gambiae putative protein, and other proteins
annotated as lipase or phospholipases. CQ_SLIP has a
Pfam lipase motif suggesting a triglyceride lipase
activity. The role of these lipid-hydrolyzing enzymes in
blood feeding is unknown, but could be responsible for
the reported salivary PAF-hydrolase activity from
Culex (Shagin et al., 2002) or, speculatively, with for-
mation of the vasodilatory and anesthetic cannabinoids
2-arachidonoylglycerol or arachidonoylethanolamide
(Howlett, 2002).

Hyaluronidase, an enzyme common in arthropod
venom where it serves to spread the poison into the
target tissues, has been previously reported in the sali-
vary glands of sand flies, black flies, and ticks (Cerna
et al., 2002; Charlab et al., 1999; Neitz et al., 1978;
Ribeiro et al., 2000), but not in mosquitoes. Interest-
ingly, one cDNA sequence from the Culex sialotran-
scriptome codes for a protein with similarity to the
honeybee venom hyaluronidase (Table 1). Full-length
sequence of this clone (Table 2) indicates a protein
containing a signal peptide indicative of secretion and
having 46% identity to an An. gambiae putative pro-
tein, and 45% identity to bee venom hyaluronidase. It
is possible that Culex, similar to sand flies, has co-
opted this enzyme into its salivary armamentarium, to
help the spread of antihemostatic agents in the host
skin during probing and blood feeding.

3.2.6. Putative protease inhibitors

Six clusters of cDNA transcripts representing nine
sequences, code for putative protease inhibitors of dif-
ferent families (Table 1). Two are similar to the puta-
tive salivary serpin of Ae. aegypti (Valenzuela et al.,
2002b), one of which appears to be a truncated clone.

(A)

557

The four remaining clones code for Cys-rich peptides
with a Pfam TIL domain indicative of a trypsin inhibi-
tor-like cysteine-rich domain. Three of these clones
were fully sequenced, indicating they code for Cys-rich
peptides, all containing a signal peptide indicative of
secretion. CQ_SFIB gives similarity to fibroin and to
the human major epididymis-specific protein E4 pre-
cursor, which is an endopeptidase inhibitor. Align-
ments of matching peptides of similar size from
Drosophila, An. gambiae, human, and pig origins indi-
cate a number of conserved cysteines and other resi-
dues (Fig. 8). The mammalian peptides are clearly
distinguished by having additional Cys residues. An
HMM was created from the alignment shown in Fig. 8
and used to search the NR protein database. This
resulted in 68 sequences with a statistical significance to
the HMM, from which 26 have an E value smaller
than 1E—6. Fourteen of these proteins are annotated
as having WAP (whey acidic protein), four-disulfide
core domain, and include epididymal secretory proteins
of several mammals. This signature, consisting of two
domains, has been proposed to be associated with pro-
tease inhibitors and growth factors (Ranganathan et al.,
1999). Domain 1 of WAP is similar to the region
marked as A in Fig. §, but domain 2 of WAP is only
partially similar to the B region shown in Fig. 8. We
conclude that this protein family belongs to a subset of
the WAP family of proteins.

CQ_SPI_1 putative translation product, which has a
signal peptide indicative of secretion, matches a trypsin
inhibitor-like family member of the worm Caenorhabdi-
tis elegans (Table 2), and has a distinct cluster of amino
acids matching an anticlotting peptide of the worm
Ancylostoma caninum (Stanssens et al., 1996) (Fig. 9).
These worm anticlotting peptides have 10 Cys residues
(Stanssens et al., 1996), eight of which are conserved
with CQ_SPI_1 (Fig. 9). Interestingly, no similarities to
CQ_SPI-_1 were found with other known mosquito
salivary proteins. This is not due to its rarity, at least
in the Culex transcriptome, because two clones in the
cDNA library coded for CQ_SP_1 (Table 1).

CQ_SPI_2 codes for a putative secreted Cys-rich
protein having similarities to other peptides from para-
sitic worms (gi|23451019), from a putative salivary pro-
tein from A. stephensi (gi|27372905) (Valenzuela et al.,
2003), and from bee hemolymph (Bania et al., 1999)
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Alignment of the salivary cysteine-rich peptide similar to fibroin (CQ_SFIB) with similar peptides from Anopheles gambiae (ANOGA),
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Drosophila melanogaster (DROME), pig, and human (HS) origins. Conserved cysteines are marked in black background; other identically con-
served residues are marked in blue background, while functionally conserved residues are in gray background. Region A is similar to domain 1 of
WAP (whey acidic protein) four-disulfide core domain and region B. Region marked B is similar to domain 2 of WAP.
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Fig. 9. Alignment of the Culex quinquefasciatus putative salivary protease inhibitor CQ_SPI_1 with the anticoagulant protein C2 precursor from
Ancylostoma caninum. Conserved cysteines are marked in black background; other identically conserved residues are marked in blue background,
while functionally conserved residues are in gray background. The bar indicates the region of greater conservation between these two peptides.

annotated as serine protease inhibitors (Table 2). The
alignments do not show remarkable conservation
beyond 10 common Cys residues, and a few other resi-
dues (Fig. 10). The role of these Cys-rich peptides as
protease inhibitors, and their specificity, can only be
speculated upon.

3.2.7. Immunity-related proteins

Lysozyme activity has been previously described in
the salivary glands of both adult male and female mos-
quitoes, where it may play a role in preventing bac-
terial growth in sugar meals stored in the mosquito
crop (Moreira-Ferro et al.,, 1998; Pimentel and
Rossignol, 1990; Rossignol and Lueders, 1986). More
recently, other immune-related products, such as anti-
microbial peptides and lectins, have been found to be
expressed in the salivary gland of infected mosquitoes
(Dimopoulos et al., 1998), and in the sialo-
trancriptomes of mosquitoes (Valenzuela et al., 2002b,
2003). The C. quinquefasciatus sialotranscriptome pro-
duced two clones matching Culex pipiens gambicin
(Bartholomay et al., 2003), an antibacterial peptide first
characterized in An. gambiae (Vizioli et al., 2001), and
designated putative infection-responsive short peptide.
CQ_SGAMBIC, which was fully sequenced several
times, is 97% identical at the amino acid level to C.
pipiens gambicin, and 69% and 59% identical to the Ae.
aegypti and An. gambiae homologues, respectively
(Table 2, electronic version). It is interesting that when
the Ae. aegypti putative protein was described, no func-
tion for that protein could be assigned.

CQ-contig_82 (Table 1) codes for a product similar
to proteins annotated as C-type lectins, and also pro-
ducing a Pfam lectin_c match (Table 1). Full-length
sequence of this clone, named CQ_SCLEC (Table 2),
indicates similarity to several insect proteins, including
the putative salivary C-type lectin of Ae. aegypti
(Valenzuela et al., 2002b), with which it shares 30%
identity and 44% similarity at the AA level over the
154 residue length of the Aedes protein. The best match

to the An. gambiae proteome, a non-annotated protein,
produces 30% and 51% identity and similarity, respect-
ively, over the 155 residue length of the protein.
Although C-type lectins are implicated in animal
immunity reactions (Dimopoulos et al., 2000; Vasta
et al., 1999), it is also associated with anti-clotting
activity in snake venom (Koo et al., 2002; Monteiro
and Zingali, 2000), and in the salivary glands of the
sand fly Lutzomyia longipalpis (Charlab et al., 1999), in
addition to other functions (Loukas and Maizels,
2000). The high divergence of CQ_SCLEC when com-
pared with the Aedes and Anopheles sequences, which
are the probable orthologs, suggests that this lectin is
evolving at a fast pace.

The sialotranscriptome of C. quinquefasciatus also pro-
duced a match to the putative gram negative bacteria-
binding protein (GNBP) of An. gambiae (Dimopoulos
et al., 1997); however, this clone is truncated (Table 1).
GNBPs show similarities to the B-1,3 glucan-binding
region of glucanases and are likely components of the
PPO-activation cascade. This same clone produced a bet-
ter match to a putative secreted salivary protein of
Ae. aegypti, most likely the homologue of An. gambiae
GNBP. In physiologic agreement with the presence of
GNBP is the finding that CQ-contig_262 (also a trunc-
ated clone) (Table 1) codes for the carboxyterminal
region of serine proteases including An. gambiae serine
protease 14D2, a hemolymph protease that has a CLIP
domain and changes in transcript abundance in response
to bacteria injections (Gorman et al., 2000). The com-
mon finding of these immune-related transcripts associa-
ted with the salivary glands is indicative that this organ
may produce more than lysozyme to control bacterial
infections in the crop-stored sugar meals.

3.2.8. Mucins and other low-complexity proteins
Twenty-one clusters representing a total of 84 cDNA
clone sequences code for proteins of low complexity,
some of which are similar to mucins (Table 1). The
abundant cluster 115, with 17 sequences, codes for pro-

BEE gi|5902765 - - - -EESE PYEVENTRGS AR- APSAQP - - ~KT - -RIBTMOE-RIG-SURBO SR NG EEARVL PE - — - Ng- - - -
CQ_SPI_2 IPYEHSMERNANYHGEASASS T NPNPARSLHSPSIMV# - -VP-&VeKSeg1 iNHQ QPT---DEERV-
ANST gi|27372905 --NANKSEESETYQRSGTAS-ERMESNG---EEWNKP@KQPS-~VD) OESIT EIDG) RAW---RSNPNL
OD gi|23451019 -PQVRI[MEENEEYNFMGNHS - EDiN@SFT- - -R -~ -RCgT -P. KES YN S AlEKSTKDC SKEKEPPNM

Fig. 10. Alignment of CQ_SP_2, a putative salivary serine protease inhibitor from Culex quinquefasciatus, with the putative trypsin-like inhibitor
protein precursor from the worm Oesophagostomum dentatum (OD), the putative salivary secreted serine protease inhibitor from Anopheles ste-

phensi (ANST) and the bee AMCI_APIME Chymotrypsin inhibitor.
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teins with the sequence GKLPGMRGEA predicted
following the cleavage of a signal peptide for which the
sequence GKLPGMRXEA was found by Edman
degradation in the gel band CNP-9 (Table 1 and
Fig. 1). Similarly, the sequence DQRCTYLRCR-
TEFRKTGAY is coded by sequences in cluster 239
(with two sequences) after a predicted signal peptide
from which the sequence DQXXTYLRXXTEFRKT-
GAY was found by Edman degradation in bands CQ-1
and CNP-12 (Table 1 and Fig. 1), suggesting these two
clusters code for abundantly expressed proteins.

Full-length sequence information for eight different
clones coding for low complexity proteins was obtained
(Table 2). Six code for probable mucins, containing
from 5 to as many as 78 glycosylation sites as predicted
by the program NetoGly (Hansen et al., 1998). Two of
these predicted proteins are similar to previously
described salivary putative proteins of Ae. aegypti and
Ae. stephensi (CQ_SMUC6 and CQ_SMUCY7), and one
is similar to a putative An. gambiae hypothetical pro-
tein (CQ_SMUCI). CQ_SMUC?2 is extremely Ser—Thr
rich, these two amino acids constituting 45% of the
protein total residues. Two other potentially O-galacto-
sylated mucins (CQ_S56.6PTN and CQ_S30K_2) are
similar to previously described salivary proteins of Ae.
aegypti, named putative 56.5 kDa secreted protein and
30 kDa salivary gland allergen, which are proteins of
unknown function. An additional putative protein
(CQ_S30K_1), containing only one predicted O-galac-
tosylation site, is weakly similar to the Aedes 30 kDa
salivary gland allergen. The amino acid sequence
XGKLPGMRXEA obtained by Edman degradation
matches the predicted mature aminoterminal after sig-
nal peptide cleavage (Tables 1 and 2). Two other low-
complexity putative proteins of unknown function have
Gln (CQ_QQQ_1) or Gly-GIn-GIn (CQ_GQQ_1)
repeats (Table 2). These proteins may be involved in
extracellular matrix adhesion phenomena.

3.2.9. Unknown protein families

Thirty-eight clusters representing 91 sequences code
for putative secreted proteins of unknown function and
with no significant matches to known proteins, even
when the low-complexity filter of the BLAST program
is turned off (Table 1). Eight of these clusters were mat-
ched by Edman degradation products of protein bands
depicted in the Fig. 1 experiment, indicating these mes-
sages are expressed into relatively abundant proteins.
From these clusters, 27 clones were sequenced from the
starting Met to the stop codon, yielding information on
putative secreted proteins of mature molecular weights
varying from a relatively small peptide of 1.7 kDa to a
42 kDa protein.

To further characterize these novel proteins, these
protein sequences of unknown families were compared
among themselves with the program BlastP (low-com-
plexity filter off) and the proteins arbitrarily clustered
for those yielding 40% amino acid similarity over at
least 70% of the length of the larger protein pair. It
was thus found that five of these proteins constitute a
novel family containing four conserved Cys residues in
addition to other residues, including four tryptophanes,
a relatively rare amino acid (Fig. 11A). All have signal
peptide indicative of secretion, and mature molecular
weights of 15-17 kDa.

A second protein family was detected by clustering
the salivary Culex protein as indicated in the previous
paragraph. This family also contains four conserved
cysteines and three to four conserved tryptophanes
(Fig. 11B). These also code for secreted proteins with
mature molecular weight ranges of 15-17 kDa.

We found it interesting that these two novel families
have the same number of conserved cysteines, have
conserved Trp residues, and are of similar molecular
mass. Additional inspection of other protein sequences
in the unknown category of Table 2 having molecular
masses of 15-17 kDa identified two additional proteins
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Fig. 11. Two novel families (A and B) of cysteine- and tryptophane-rich putative salivary proteins from Culex quinquefasciatus.
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that are possible members of this superfamily. The
ClustalW alignment of these 10 proteins indicates a
superfamily having four conserved cysteines and three
conserved tryptophane residues (Fig. 12A). Four mem-
bers of this family have the sequence DVPG... follow-
ing cleavage of the predicted signal peptide (Marked in
gray background in Fig. 12A). Aminoterminal sequen-
ces containing DVPG. .. were found by Edman degra-
dation of protein bands from the gel experiments
shown in Fig. 1 (Tables 1 and 2) indicating that at least
some members of this protein family are abundantly
expressed in the salivary glands of Culex. The boot-
strapped phenogram (Fig. 12B) resulting from the
alignment shown in Fig. 12A, indicates that some of
these family members share clear relationships; how-
ever, overall the family has evolved, most likely by
gene duplications, beyond recognition of a common
ancestor. This indicates a very ancient origin for this

(A) CQ_MYS_10 NPWGGPG

CcQ_MYs_12

LINVYLEKP-LLSSDYSHDADRRHVTVLRTKSQ!
HEWAQPG! QFYSLNNGKR-LAALDSKHDRDRRYAGTVGGAGDYIVTKDERYADHYKIKHRDNGEELFESE-QNYHGN- -~

unique superfamily, or, alternatively, a very fast pace
of evolution.

An HMM made with the alignments in Fig. 12A was
used to search the NR database (containing 1,529,764
sequences on 10-28-2003) to which all salivary protein
sequences reported in Table 2 were also added. Signifi-
cant matches were found only to the Culex protein
reported in Fig. 12A and, additionally, CQ_MYS_14
and CQ_MYS_9. We conclude that C. quinquefasciatus
expresses a novel family of proteins in their salivary
glands. These proteins are indicated in Table 2 as
CWRC family, for cysteine-tryptophane-rich-proteins
of Culex. The function of this protein family is
unknown, but its members could be used in immu-
noassays to detect human exposure to this mosquito
genus, assuming they are antigenic. Table 2 also
reports for 14 additional full-length putative protein or
peptide sequences for which no clue to their function
or family membership is known.
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Fig. 12. The CWRC superfamily of Culex quinquefasciatus salivary proteins. (A) Alignment of 10 protein sequences rich in cysteine and trypto-
phane. (B) Unrooted phylogram based on the alignment in A. For other details, see legend to Fig. 2.
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4. Concluding remarks

The adult female C. quinquefasciatus sialotran-
scriptome, when compared with the equivalent sets of
Aedes and Anopheles mosquitoes, displays some
remarkable differences. The messages for a completely
novel family of proteins containing at least 12 members
were discovered in the present study (Table 2 and
Fig. 12). At least some members of the family are con-
firmed to be expressed, as indicated by the presence of
the predicted aminoterminal sequences in regions of the
gel coinciding with the expected size of the proteins
(Tables 1 and 2, Fig. 1). Additionally, several putative
protease inhibitors were found, including a member of
a family previously thought to be nematode-specific
(Fig. 9), and a family previously found in An. stephensi
salivary transcriptome.

From the point of view of transcripts coding for
putative secreted enzymes, the Culex sialotran-
scriptome is also remarkable in that it contains not
only apyrase (found in Anopheles and Aedes), adeno-
sine deaminase (found otherwise only in Aedes), purine
nucleosidase (previously Aedes only), but it also con-
tains an endonuclease described before only in shrimps
and crabs, and hyaluronidase, thus far found only in
the salivary glands of sand flies and black flies,
although this enzyme is a common occurrence in
venoms of vertebrate and invertebrate origins.
Although adenosine deaminase and apyrase activities
were demonstrated before in Culex salivary glands, the
presence of these other activities remains to be demon-
strated. Several lipases and esterases are also encoded,
and one of these could account for the previously
described PAF-hydrolase of Culex salivary glands.

Most of the transcripts, as in other sialotran-
scriptomes, belong to either known families of
unknown function, or are entirely of an unknown func-
tion and families. Some of these may code for the still
molecularly uncharacterized anticoagulants and vasodi-
lators of Culex quinquefasciatus. The publicly available
transcriptome of this mosquito may advance the effort
to characterize these pharmacologically interesting
molecules.
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